INVENTORY OF SUPPLEMENTAL INFORMATION
: It provides the characteristic of patients included in this study. 
Limited dilution assay (LDA)
LDA was performed as previously described (O'Brien et al., 2012) . A defined number of cells were plated per well in an ultralow-attachment 96-well plate in serum-free medium.
The cell concentration gradient was 100,000 to 1 cell per well in a fixed volume of 200 µL. Experiments were performed using octuplicate wells for each cell concentration. At the end of the experiment, a binary output was scored, i.e., the wells were read as positive or negative. A positive well was defined as having at least one sphere and a negative well was defined as having no spheres based on visual inspection. The sphere-initiating cell frequency was then calculated using ELDA website software (http://bioinf.wehi.edu.au/software/elda/index.html).
Apoptosis assay
CSCs were treated with different doses of aspirin and digested by accutase (eBioscience) at 37° C for 5 min and then filtered through a 40-µm strainer into single cells, washed twice in 1x phosphate-buffered saline (PBS), and fixed in chilled 70% ethanol. The cells were stained with 5 μg/mL propidium iodide at room temperature for 10 min and analyzed using a BD Aria II flow cytometer. The cell cycle profile was determined with Modfit LT software. Apoptotic cells were confirmed via TUNEL staining using an in situ Cell Death Detection Kit FITC (Roche, Germany).
Quantitative real-time RT-PCR analysis
CSCs were homogenized and lysed in 350 μL buffer RLT, and total RNA was extracted using an RNeasy kit (Qiagen, Hilden, Germany) with column DNA digestion according to the standard protocol provided by the manufacturer. The mRNA was reverse transcribed into cDNA using an iScript™ cDNA Synthesis Kit (Bio-Rad, Hercules, CA). All PCRs were carried out using a StepOnePlus™ PCR system (Applied Biosystems, Foster City, California, USA). Following an activation step at 95° C for 10 min, determination of mRNA expression was performed over 40 cycles with denaturation for 15 sec at 95° C and annealing/extension/data acquisition at 60° C for 60 sec using a Power SYBR Green PCR kit (Applied Bio systems). Relative fold mRNA expression levels were determined using the 2 (-ΔΔCt) method. 
